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Subsequently, an End Rescue Site was ligated into the EcoRI site. Hereto, two oligonucleotides 
(strand 1: 5 ' -TTCGG ATCCGGTACCATCGAT-3 ' (SEQ IDNO:161) AND STRAND 2: 
3 ' GCCT AGGCC ATGGTAGCTATT-5 ' (SEQ ID NO:162)were ligated into a partial (dATP) 
filled ECORI site, generating the vector pDFl . Triplet repeat containing fragmentation vectors 
were constructed by cloning of a 21bp and a 30bp CAG/CTG adapter into the Klenow-filled PstI 
site of pDFl . Transformation and selection resulted in a (CAG) 7 and a (CTG)io fractionation 
vector with the orientation of the repeat sequence 5' to 3' relative to the telomere. 




Remarks 

Applicants file a substitute Sequence Listing herewith to correct the inadvertent omission 



of sequences from the previously filed Sequence listing. Applicants have also amended the 
specification to include sequence identification numbers that were inadvertently omitted from the 
application as originally filed. No new matter has been added. 

Applicants respectfully request reconsideration of the specification in view of the 
amendments made above. If the Examiner wishes to advance the prosecution, or if the 
amendment is defective or unclear in some way, then the Examiner is invited to telephone the 
undersigned at the telephone number listed below. 

Respectfully submitted, 

Van Broeckhoven, etal, Applicants 

L JjUfed^ — - 

JoMR. Van Amsterdam, Reg. No. 40,212 
WHDLF, GREENFIELD & SACKS, P.C. 
600 Atlantic Avenue 
Boston, Massachusetts 022 1 0-22 1 1 
(617) 720-3500 

Attorney Docket No. BOO 192/700 19 (JRV/MXA) 

Date: August 1,2002 

X08/01/02 
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Marked-up Specification 
Page 22, line 23 through Page 23 line 20: 

FIGURE 1 shows a sequence of nucleotides which is the left arm end-sequence of YAC 
766_fJ2; {(SEQ ID NO: 1).} 

FIGURE 2 shows a sequence of nucleotides which is a right arm end-sequence of YAC 
766_fJ2; {(SEQ ID NO: 2).} 

FIGURE 3 shows a sequence of nucleotides which is the left arm end-sequence of YAC 
717_d_3; {(SEQ IDNO:3).} 

FIGURE 4 shows a sequence of nucleotides which is the right arm end-sequence of YAC 
717_d_3; {(SEQIDNO:4).} 

FIGURE 5 shows a sequence of nucleotides which is the right arm end-sequence of YAC 
731_c_7; {(SEQ IDNO:5).} 

FIGURE 6 shows a sequence of nucleotides which is the left arm end-sequence of YAC 
752_g_8; {(SEQ ID NO:6).} 

FIGURE 7 shows a sequence of nucleotides which is the left arm end-sequence of YAC 
942_c_3; {(SEQ IDNO:7).} 

FIGURE 8 shows a sequence of nucleotides which is the right arm end-sequence of YAC 
942_c_3; {(SEQ ID NO:8).} 

FIGURE 9 shows a sequence of nucleotides which is the left arm end-sequence of YAC 
961_h_9; {(SEQ IDNO:9).} 
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FIGURE 10 shows a sequence of nucleotides which is the right arm end- 
sequence of YAC 961_h_9; {(SEQ ID NO: 10).} 

FIGURE 1 1 shows a sequence of nucleotides which is the left arm end-sequence of YAC 
907_e_l; {(SEQ ID NO: 11).} 

Page 23, line 35 through page 24, line 26: 

FIGURE 15 shows (a) a CAG repeat (in bold) and surrounding nucleotide sequence 
isolated from YAC 961_h_9 {(SEQ ID NO: 12)}. The sequence in italics is derived from End 
Rescue of the fragmented YAC. (b) PCR primers that can be used to determine the extent of 
trinucleotide repeats in the sequence {(SEQ ID NOs:13 and 14)}. 

FIGURE 16 shows (a) a CAG repeat (in bold) and surrounding nucleotide sequence 
isolated from YAC 766_f_12 {(SEQ ID NO: 15)}. The sequence is italics is derived from End 
Rescue of the fragmented YAC. (b) PCR primers that can be used to determine the extent of 
trinucleotide repeats in the sequence {(SEQ ID NOs:16 and 17)}. 

FIGURE 17 shows (a) a CAG repeat (in bold) and surrounding nucleotide sequence 
isolated from YAC 766_fJ2 {(SEQ ID NO: 18)}. The sequence is italics is derived from End 
Rescue of the fragmented YAC. (b) PCR primers that can be used to determine the extent of 
trinucleotide repeats in the sequence {(SEQ ID NOs: 19 and 20)}. 

FIGURE 18 shows (a) a CTG repeat (in bold) and surrounding nucleotide sequence 
isolated from YAC 907_e_l {(SEQ ID NO: 21)}. The sequence in italics is derived from End 
Rescue of the fragmented YAC. (b) PCR primers that can be used to determine the extent of 
trinucleotide repeats in the sequence {(SEQ ID NOs:22 and 23)}. 

Page 36 line 1 through Page 61 line 22: 

D18S60: 
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Database ID: AFM178XE3 (Also known as 178xe3, Z16781, D18S60) 
Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
Chromosome: Chrl8 

Primers: 

Left = CCTGGCTCACCTGGCA {(SEQ ID NO:24)} 

Right = TTGTAGCATCGTTGTAATGTTCC {(SEQ ID NO:25)} 

Product Length = 157 

Review complete sequence: 
AGCTAT CCTGGCTCACCTGGCA AAAATACAGTGTATACACACACACACACACACAC 

ACACACACACACAGAGTGTNTTANTNATTCCAGCAAATAATATTACATATAAAAGA 
TCTAA TT YyyrTr a tp a TOT A A A TTT A GT AGG A AC ATTACAACGAT GCTACAAGANTT 
TATCCAAAACTGAGATTTCCTTAGAATATCTGTTAAAAGTAATTTTATTCAGTTAATA 
GAAATTCTATTGAAAACATCAAACTTATAAAGCT {(SEQ ID NO:26)} 

Genbank ID: Zl 6781 

Description: H. sapiens (D18S60) DNA segment containing (CA) repeat; clone 
Search for GDB entry 

WI-9222: 

Database ID: UTR-03540 (Also known as G06101, D18S1033, 9222, X63657) 
Source: WICGR: Primers derived from Genbank sequences 
Chromosome: Chrl8 

Primers: 

Left = GATCCCATAAAGCTACGAGGG {(SEQ ID NO:27)} 

Right = GAGTCTAAAGACAAGAAAGCATTGC {(SEQ ID NO:28)} 

Product Length = 99 

Review complete sequence: 
TCTTCTTACCCCTTGGAAGAAGACTGTTTCCAAATAATTTGAACAGCTTGCTGCTAA 

ATGGGACCCAATTTTTGGCCTATAGACACTTATGTATTGTTTTCGAATACGTCAGATT 

GGACCAGTGCTCTTCAGGAATGTGGCTGCAAGCAAGGGGCTAGAAGTTCACCTCCT 

GACAGTATTATTAATACTATGCAAATATGGAATAGGAGACCATTTGATTTTCTAGGC 

TTTGTGGTAGAGAGGTGAAGGTATGAGAATTAATAGCGTGTGAACAAAGTAAAGAA 

CAGGATTCCAGAATGATCATTAAATTTGTTTCTATTTATTCTTTTTTGCCCCCCTAGA 

GATTAAGTCCAGAAATGTACTTTCTGGCACATAAAGAAATCTTGAGGACTTTGTTTA 

AACCTTCCATAAAAAAACAATTTTCGGTTTCTCGGGTNNNNNNNNNNNNNNNN^^ 

TGTATTTTATTCAAGATGAGTTGGACCCATTGCCAGTGAGTCTGAATGTCACTGACA 

GCCCTGTGTTGTGCTCAGGACTCACTCTGCTGCTGGTGGAAACTCATGGCTTCTCTCT 

CTCTTT GATCCCATAAAGCTACGAGGG GGACGGGAGAGGGCAGTGCAATGGGAAGT 

_a u a l a, rt a o a t a TTTTrr A GT A GG A A A AGC AATGCTTTC .TTGTCTTTAGACTC A AATGCT 

TAGGGAACGTTTCATTTCTCATTCATGGGGAAAGGCAGCCTCCTTAAATGTTTTCTG 

AAGAGCGGTAAAATCTAGAAGCTTAAGAATTTACAGTTCCTTCAATAACCATGATGA 

CCTGAAGTTCACCTATCCCATTTTAGCATCTACTTGTTTTTCCCATCTCTTCCTTTCCA 
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ATTTTGCTTATACTGCTGTAATATTTTTGTNNNNNNNNNNNM^^ G 
ACCAGCTAAAATTTTCGACTTGACTTTTTAACTTAACTCATGAATTAATTAAAGCAA 
ATGAAAAAATTAAAAAGTGTGACTTTTTCTCGGAGCATATATGTAGCTTTTAGGAAA 
GGCTGATGATGGTATAAAGTTTGCTCATTAAGAAAAAAAGACAAGGCTGATTTTGA 
AGAGAGTTGCTTTTGAAATAAAATGATCA {(SEQ IDNO:29)} 

Genbank ID: X63657 
Description: H.sapiens fvtl mRNA 
Search for GDB entry 



WI-7336: 

Database ID: UTR-04664 (Also known as PI5, G00-679-135, G06527, 7336, U04313) 
Source: WICGR: Primers derived from Genbank sequences 
Chromosome: Chrl8 



Primers: 

Left = AGACATTCTCGCTTCCCTGA {(SEQ ID NO:30)} 
Right = AATTTTGACCCCTTATGGGC {(SEQ ID NO:31)} 
Product Length = 332 
Review complete sequence: 

TAAGTGGCATAGCCCATGTTAAGTCCTCCCTGACTTTTCTGTGGATGCCGATTTCTGT 

AAACTCTGCATCCAGAGATTCATTTTCTAGATACAATAAATTGCTAATGTTGCTGGA 

TCAGGAAGCCGCCAGTACTTGTCATATGTAGCCTTCACACAGATAGACCNNNNNNN 

NNNNCCAATTCTATCTTTTGTTTCCTTTTTTCCCATAAGACAATGACATACGCTTTTA 

ATGAAAAGGAATCACGTTAGAGGAAAAATATTTATTCATTATTTGTCAAATTGTCCG 

GGGTAGTTGGCAGAAATACAGTCTTCCACAAAGAAAATTCCTATAAGGAAGATTTG 

GAAGCTCTTCTTCCCAGCACTATGCTTTCCTTCTTTGGGATAGAGAATGTTCCAGACA 

TTCTCGCTTCCCTGA AAGACTGAAGAAAGTGTAGTGCATGGGACCCACGAAACTGCC 

CTGGCTCCAGTGAAACTTGGGCACATGCTCAGGCTACTATAGGTCCAGAAGTCCTTA 

TGTTAAGCCCTGGCAGGCAGGTGTTTATTAAAATTCTGAATTTTGGGGATTTTCAAA 

AGATAATATTTTACATACACTGTATGTTATAGAACTTCATGGATCAGATCTGGGGCA 

GCAACCTATAAATCAACACCTTAATATGCTGCAACAAAATGTAGAATATTCAGACA 

AA ^ T r T r rAT ArATA A AflAPTA AGTA GCCCATAAGGGGTCAAAATT TGCTGCCAAATG 

CGTATGCCACCAACTTACAAAAACACTTCGTTCGCAGAGCTTTTCAGATTGTGGAAT 

GTTGGATAAGGAATTATAGACCTCTAGTAGCTGAAATGCAAGACCCCAAGAGGAAG 

TTCAGATCTTAATATAAATTCACTTTCATTTTTGATAGCTGTCCCATCTGGTCATGTG 

GTTGGCACTAGACTGGTGGCAGGGGCTTCTAGCTGACTCGCACAGGGATTCTCACAA 

TAGCCGATATCAGAATTTGTGTTGAAGGAACTTGTCTCTTCATCTAATATGATAGCG 

GGAAAAGGAGAGGAAACTACTGCCTTTAGAAAATATAAGTAAAGTGATTAAAGTGC 

TCACGTTACCTTGACACATAGTTTTTCAGTCTATGGGTTTAGTTACTTTAGATGGCAA 

GCATGTAACTTATATTAATAGTAATTTGTAAAGTTGGGTGGATAAGCTATCCCTGTT 

GCCGGTTCATGGATTACTTCTCTATAAAAAATATATATTTACCAAAAAATTTTGTGA 

CATTCCTTCTCCCATCTCTTCCTTGACATGCATTGTAAATAGGTTCTTCTTGTTCTGAG 
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ATTCAATATTGAATTTCTCCTATGCTATTGACAATAAAATATTATTGAACTACC 
{(SEQ IDNO:32)} 

GenbankID: G06527 

Description: WICGR: Random genome wide STSs 
X 

WI-8145: 

Database ID: EST102441 (Also known as D18S1234, G00-677-827, G06845, 8145, T49159) 
Source: WICGR: STSs derived from dbEST sequences 
Chromosome: Chrl8 

Primers: 

Left = GAAATGCACATAACATATATTTGCC {(SEQ ID NO:33)} 
Right = TGCTCACTGCCTATTTAATGTAGC {(SEQ ID NO:34)} 
Product Length = 184 
Review complete sequence: 

GTTGTTTGGANGCAGGTTTATTTATTATATACTTGCAATTGAATATAAGATACAGAC 

ATA TATA Tr ' T ^ TT A TfrT A TTTr.T AG A A ATGC AC ATAACATATATTTGCCT ATTGTTTA 
ATGTTTTTTCCAGANATTTATTACAGAAGGGCATGGAGGGATACCTACTTATTCTTC 
ATTATGAGAACAATTAAAGGCATTTATTAGATAGGAAATTAACAGANCATCTGCTTC 
TATAAPTTTATT AGCTACATTAAATAGGCAGTGAGCAN TAATTTAAAANCTCACCAT 
TATATAAANTANTAAATACCAAAGTAAAAG {(SEQ IDNO:35)} 

: left and right primer 



PCR Conditions 
Genbank ID:T49159 

Description: yb09e07.sl Homo sapiens cDNA clone 70692 3' similar to gb:J02685 

UniGene Cluster Description: Human mRNA for Arg-Serpin (plasminogen activator-inhibitor 2, 

PAI-2) Search for GDB entry 



WI-7061: 

Database ID: UTR-02902 (Also known as PAI2, G00-678-979, G06377, 7061, M18082) 
Source: WICGR: Primers derived from Genbank sequences 
Chromosome: Chrl8 

Primers: 

Left = TGCTCTTCTGAACAACTTCTGC {(SEQ ID NO:36)} 
Right - ATAGAAGGGCATGGAGGGAT {(SEQ ID NO:37)} 
Product Length = 338 
Review complete sequence: 
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AACTAAGCGTGCTGCTTCTGCAAAAGATTTTTGTAGATGAGCTGTGTGCCTCAGAAT 

TGCTATTTCAAATTGCCAAAAATTTAGAGATGTTTTCTACATATTTCTGCTCTTCTGA 

ACAACTTCTGC TACCCACTAAATAAAAACACAGAAATAATTAGACAATTGTCTATTA 

TAACATGACAACCCTATTAATCATTTGGTCTTCTAAAATGGGATCATGCCCATTTAG 

ATTTTCCTTACTATCAGTTTATTTTTATAACATTAACTTTTACTTTGTTATTTATTATTT 

TATATAATGGTGAGTTTTAAATTATTGCTCACTGCCTATTTAATGTAGCTAATAAAGT 

TATAGAAGCAGATGATCTGTTAATTTCCTATCTAATAAATGCCTTTAATTGTTCTCAT 

a atyia aoa ATA AfiTAGGT ATCCCTCCATGCCCTTCTAT AATAAATATCTGGAAAAAA 

CATTAAACAATAGGCAAATATATGTTATGTGCATTTCTAGAAATACATAACACATAT 

ATATGTCTGTATCTTATATTCAATTGCAAGTATATAATAAATAAACCTGCTTCCAAAC 

AACNNNNNNNNNNNNNNGGAATTC {(SEQ IDNO:38)} 
PCR Conditions 
Genbank ID: G06377 

Description: WICGR: Random genome wide STSs 



D18S68: 

Database ID: AFM248YB9 (Also known as 248yb9, Z17122, D18S68) 
Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
Chromosome: Chrl8 

Primers: 

Left = ATGGGAGACGTAATACACCC {(SEQ ID NO:39)} 
Right = ATGCTGCTGGTCTGAGG {(SEQ ID NO:40)} 
Product Length = 285 
Review complete sequence: 

AAAGAGTTGGGGTTGTGAATTCCCACACCAGTCAACTATTGGCTATGGGCTTACCAT 

GGGAGACGTAATACACCC GGNACTTCCAACTCACATACCAGAGACATGGCTCTAGC 

ACCCAATGGAAATATGCTGAATGTTGCAGGTGCAAGACAGCAACAAAGCAGACAGA 

GGCACATAGACAAGGCACCAACAGTGTCCACTATACCCTGACAGTGTGGAAAGTTG 

TAGATAGGATGAAGAGAAAGAATACACACACACACACACACACACACACACACAC 

ACACACACACACACACGGTAGANACTTACTACNCAAAGTGTGANCCTCAGACCAGC 

AGCATCTGGCNAAATGGTGATCTATCACCTTCCAG {(SEQ IDNO:41)} 



Genbank ID: Zl 7122 

Description: H. sapiens (D18S68) DNA segment containing (CA) repeat; clone 
WI-3170: 

Database ID: MR3726 (Also known as D18S1037, G04207, HALd22f2, 3170) 
Source: WICGR: Random genome wide STSs 
Chromosome: Chrl8 
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Primers: 

Left = TGTGCTACTGATTAAGGTAAAGGC {(SEQ ID NO:42)} 
Right = TGCTTCTTCAATTTGTAGAGTTGG {(SEQ ID NO:43)} 
Product Length = 156 
Review complete sequence 

CTGAGACAAGGCAGGCAAACAACCTCTAAAAATCTACAATTGGTGATTGGTCTGCT 
ACTGATTAAGGTAAAGGCA CAGAATTATACATCCAGGTTNCTATTACTTATGGCAGA 
CTCAGGACCCAGGTTNAGAGACCACTGGCCTTAAGAAAAAAAATGGGGTTCCTGAT 
TTPTor.ATA ATA AT CCA ACTCTACAAATTGAAGAAGCAA CATACCCTCTTTGTTA 
{(SEQ IDNO:44)} 

Genbank ID: G04207 

Description: WICGR: Random genome wide STSs 



WI-5654: 



Database ID: MR10908 (Also known as D18S1259, G00-678-695, G05278, 5654) 
Source: WICGR: Random genome wide STSs 
Chromosome: Chrl8 

Primers: 

Left = CTTAATGAAAACAATGCCAGAGC {(SEQ ID NO:45)} 
Right = TGCAAAATGTGGAATAATCTGG {(SEQ ID NO:46)} 
Product Length = 149 
Review complete sequence: 

CTACAAAATGCATGTGGCTTTGGCTTTGAAATAGTACACCCTATCAAAGACTAAATT 
TT CTTAATGAAAACAATGCCAGAGC TTTTTTCATGATATTTTGTTTTTAGAGATGGGG 
AACAATCTGGACGTTGTTTCCTTATCTGGGTGGTAATCGAGGCTTAGCAATTTCCCA 
r a nrnrrrAC A r A a A T C.C. A G ATT ATTCC AC ATTTTGC A AATA {(SEQ IDNO:47)} 

Genbank ID: G05278 

Description: WICGR: Random genome wide STSs 
D18S55: 

Database ID: AFM122XC1 (Also known as 122xcl, Z16621, D18S55, GC378-D18S55) 
Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
Chromosome: Chrl 8 
Primers: 

Left = GGGAAGTCAAATGCAAAATC {(SEQ ID NO:48)} 

Right = AGCTTCTGAGTAATCTTATGCTGTG {(SEQ ID NO:49)} 
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Product Length = 143 

Review complete sequence: 
AGCTGAACATGCCTTTTCATGGAGCAGTTTCNAAATACACTTTTGGTACAATCTGCA 

GGTGGATATTTGGAGCTCAGGAGTTTGAGACCAGCCTGGGCAACATGGTGAAATCC 
CGTCTCTACTAAAATACAAAAAATTAGCCAGGTGTGGCGGCATGTGCCTGTAGNCCC 
AGGATGG ATTO A njr^r.Tn A (~t ata Tfifl A A T A A rtTGGTGGGA AGTC AAATGC AAAAT 
CAATTCAGTTTGTCAATATTGATTCTCTATTCTAGCCTGGCGTGGTTTTTCCTCGTCA 
CACACACACACACACACACACACACACACACACACACACACACACAGCATAAGATT 

ACTCAGAAGCT KSEQ ID NO:50)} 
GenbankID: Z16621 

Description: H. sapiens (D18S55) DNA segment containing (CA) repeat; clone 
D18S969: 

Database ID: GATA-P18099 (Also known as G08003, CHLC.GATA69F01 , 
CHLC . G AT A69F0 1 .PI 8099) 

Source: CHLC: genetically mapped polymorphic tetranucleotide repeats 
Chromosome: Chrl8 



Primers: 

Left = AACAAGTGTGTATGGGGGTG {(SEQ ID NO:51)} 
Right = CATATTCACCCAGTTTGTTGC {(SEQ ID NO:52)} 
Product Length = 365 
Review complete sequence: 

CAGGGAAATGCAAATCAAAACCACAATGAGTTATCTCCTCATACCTTTAATGATGGC 

T A ATATTA A AC A AGAGAT AACAAGTGTGTATGGGGGTG TGGAGAAAAGAGAATGTN 

CGAACACTCTTGGTTGAAATATAAGTTGGTAGANCCATTATGCAAAACAGTATGAAT 

CTTTATCAGTATAANATTAGGACCTNGCATATGATCNCAGCAATCNCCACNTCTGNG 

NGATCNCACNCNCTATCTCTCTATATCTATCTATCTATCTATCTATCTATCTATCTATC 

TATCTATCTATCTATCTATCTGTCTGTCTATCATCTATCTATCTTCTATCTATCTATCT 

ATCTTTCTATCTATCTATCTGTCTATCTATNCCGGAATATTTTTCAGCCATNNAAATA 

A ftnA A(lTrr.TGCTATTT GCAACAAACTGGGTGAATATG GAGAACGTTATGCTAAAT 

GCAATATGCTAAAGACAGACACAGAAAGACAAGTATGACCTCACTTATATGTGGAA 

ACTGAAAAAGCCATACTCATTACAGCAAAGAGTAGAATGTTGGTTACCAGGGGCAA 

AGAGGGTAGAAATGAGGGGAGTGAGAAAATGTCAATCAAAGTGTAAGAATGTTATA 

ACATAAATAAATTCATAGAG {(SEQ ID NO:53)} 



Genbank ID: G08003 

Description: human STS CHLC. GATA69F0 LP 18099 clone GATA69F01. 
D18S1113: 

Database ID: AFM200VG9 (Also known as D18S1 1 13, 200vg9, w2403) 
Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
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Chromosome: Chrl8 
Primers: 

Left = GTTGACTCAAGTCCAAACCTG {(SEQ ID NO:54)} 

Right = CAAAGACATTGTAGACGTTCTCTG {(SEQ ID NO:55)} 

Product Length = 207 

Review complete sequence: 
AGCTGCATATAAAACTATTCCATTTCACATTTTTGAAGACATTTGTAGCCATGATACT 

TTGCTGTTGTCTGTGGGCCACCTCTTTTTGAAGTGTGTAGTTAACTGTGCTCCTGTAA 

TrTGTTGTC TGTTGACTCAAGTCCAAACCTG TTCTGCGTGGCATGTTTCTNCAACTTG 

ATGTGATGCTATTTATCACTTTCTTTGAAGTTAAGTCTCTATGTCTTTGTATTCTTTCT 

GTGTACCCAGGGATATGTTTGTGCATGCACACGCATAAACACACACACACACACAC 

a r a r a r A p. a G a G A C A G A G AC AGAGA ACGTCT ACA ATGTCTTTG TGAG {(SEQ ID 

NO:56)} 



D18S868: 

Database ID: GATA-D18S868 (Also known as G09150, CHLC.GATA3E12, 
CHLC.GATA3E12.496, CHLC.496, D18S868) 

Source: CHLC: genetically mapped polymorphic tetranucleotide repeats 
Chromosome: Chrl8 



Primers: 

Left = AGCCAATACCTTGTAGTAAATATCC {(SEQ ID NO:57)} 

Right = GATTCTCCAGACAAATAATCCC {(SEQ ID NO:58)} 

Product Length = 189 

Review complete sequence: 
G A GTG A GCC A AT ACCTTGTAGTAAATATCC ATCTATCTTTGATGTATCTATGTATCTA 

TCTTTGTATCTATATGTCTATGTATCTATGTATGTATGTATCTATCTATCATCTATCTA 

TCTATCATCTATCTATCTATCTATCTATCTATCTATCTATCTATCTATATCCNTTTGGG 

ATTATTTGTCTGGAGAATC CTGATTAACATAGTCTGCTAACTTTTATCTGTATCTCCT 

ATGTGTATGCTTCTCCTTCTTCCTGTCTCTCTCTCTTCTTTGTCCTCATTTAANCTCCTT 

TCCTGGGNATATTGGNAATTTTGATTGGANTCTGGACANTGTAGGAGTAAAAATTT 

{(SEQ ID NO:59)} 
GenbankID: G09150 

Description: human STS CHLC.GATA3E12.P6553 clone GATA3E12. 



WI-9959: 

Database ID: MR12816 (Also known as D18S1251, G00-678-524, G05488, 9959) 
Source: WICGR: Random genome wide STSs 
Chromosome: Chrl8 
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Primers: 

Left = TGCCAACAGCAGTCAAGC {(SEQ ID NO:60)} 
Right = AGCACCTGCAGCAGTAATAGC {(SEQ ID NO:61)} 
Product Length = 110 
Review complete sequence: 
Ctgtffiatttga^aflaaaaq^g^^^ 

CATGTTTAAAATTTTTTAAAAAAGTATTTTTTTTTCCAACTGGNGTTTAATAGCCTCA 
TTTTGGr.TTTT GCTATTACTGCTGCAGGTGCT TTNATTTTTTTCCTCTGCATTATAATT 

AC {(SEQ ID NO:62)} 
Genbank ID: G05488 

Description: WICGR: Random genome wide STSs 
Search for GDB entry 

D18S537: 

Database ID: CHLC . GAT A2E06 . 1 3 (Also known as CHLC.13, GATA2E06, D18S537, GATA- 
D18S537) 

Source: CHLC: genetically mapped polymorphic tetranucleotide repeats 
Chromosome: Chrl8 



Primers: 

Left = TCCATCTATCTTTGATGTATCTATG {(SEQ ID NO:63)} 

Right = AGTTAGCAGACTATGTTAATCAGGA {(SEQ ID NO:64)} 

Product Length = 191 

Review complete sequence: 
AAAGCTGA GTG ^ a a t a rrrrfiTAfiTA A AT ATCC. ATCTATCTTTGATGTATCTAT 
GTATCTATCTTTGTATCTATATGTCTATGTATCTATGTATGTATGTATCTATCTATCAT 
CTATCTATCTATCATCTATCTATCTATCTATCTATCTATCTATCTATCTATCTATATCC 
filTTTvTnrvr a tt a TTNrnTrTGGNG A ATCCTGATTAACATAGTCTGCTAACT TNTATCTGT 
ATCTNCTATGTGTATGCTTCTNCTTCTTCCTGTCTCTCTCTCTGCTTTGTCCTCAATTN 

AAATCTCC {(SEQ ID NO:65)} 
Genbank ID: G07990 

Description: human STS CHLC. GAT A2E06.P6006 clone GATA2E06. 
Search for GDB entry 

D18S483: 



Database ID: AFM324WC9 (Also known as 324wc9, Z24399, D18S483) 
Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
Chromosome: Chrl 8 

Primers: 

Left = TTCTGCACAATTTCAATAGATTC {(SEQ ID NO:66)} 
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Right = GAACTGAGCAAACGAGTATGA {(SEQ ID NO:67)} 
Product Length = 214 

Review complete sequence: 
\Qn r YnfnrTnn a Ad A ac A GOrtr.TGTT TTCTGCAC AATTTC AATAGATTC CCCTACCC 
TGGGTTTTTCAGTAGATAGATAGATAGATGATAGATAGGTAGATAGATAGATAGAT 
AGATAGATAGATAGATAGATAGATGATAGATAGATTTTATATATAGTATATAAAATC 
TACACACACACACACACACACACACACACATATTTGCCTTTCCTTGACTATCATACI 
CGTTTGCTC AGTTC TTTTTTTTTTTAA ATTTTTGTTTGTAA ATCC AAAATGCTT { (SEQ 

ID NO:68)} 
Genbank ID: Z24399 

Description: H. sapiens (D18S483) DNA segment containing (CA) repeat; clone 
Search for GDB entry 

D18S465: 

Database ID: AFM260YH1 (Also known as 260yhl, Z23850, D18S465) 
Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
Chromosome: Chrl8 

Primers: 

Left = ATATTCCCCTATGGAAGTACAG {(SEQ ID NO:69)} 

Right = AAAGTTAATTTTCAGGCACTCT {(SEQ ID NO:70)} 

Product Length = 232 

Review complete sequence: 
AGCTCTGT r ' r,r 'T r,T a g a n a a rncTCi A fT A AT AT ATTCCCCTATGGAAGTACAGATGG 
TTTTTNTAAAATAAATTTATCTGATTGTGATGAGATAATCATCATTTTTATGTTCAGT 
GTTTTTCTAAATTTTTTATTGTTATTGTTTTTATACTCTAAATGGTTTTTAAATATGCA 
CATATGTGCATATTTTACACACACACACACACACACACACACTCTCTTTATTTAGAA 
nr ATTATAGAT AGA GTGCCTG AAAATT AACTTTT AACCN AAG A AA AG AC A AT A AGG 
AACAATAGGGAAGTTATCCTTTGCTAAGGGTATGGAAAATATTCACATATTATTTAT 
AACANGTTAAACCAAGTCATGCTTGANTATAATAGCT {(SEQ ID NO:71)} 

Genbank ID: Z23850 

Description: H. sapiens (D18S465) DNA segment containing (CA) repeat; clone 
Search for GDB entry 



D18S968: 

Database ID: GATA-P34272 (Also known as G10262, CHLC.GATA1 17C05, 
CHLC.GATA1 17C05.P34272) 

Source: CHLC: genetically mapped polymorphic tetranucleotide repeats 
Chromosome: Chrl8 

Primers: 



631568.1 



• U.S.S.N.: 09/581,500 -41 - 



Left = GAAATTAACCAGACACTCCTAACC {(SEQ ID NO:72)} 

Right = CTTAGAATTGCCTTTGCTGC {(SEQ ID NO:73)} 

Product Length = 147 

Review complete sequence: 
GAATAAAAATATGAGGTATTAGAAATTTACAGATAGGAAGAAATI^ACCAGACACI 

CCTAACC ACCGATNAGTTTAAAGAGGAGATAGATAGATAGATGATAGATAGATAGA 

TAGATAGATAGATACCACTGAAAATGCAANCACAAATTAGCAGATTATATGTGATG 

CAGCAAAGGCAATTCTAAG TAGATTCTAACTGCTACATTGATAGCAGTACCCACTGA 

CATTACCGGAAAGGATGGTATCCATAACCACCTACCTATATACCTCCGCAGCTGGAN 

ATTAGGNTTAAGCTTCTTNGGGCNCCTGGCGGCCCCNNTTGTGGTCCCCGGTNGGNC 

CCCGNTTNNGNNTNGCT>WGNTTNCNTTGGNGNCCCCCNNTNGGTTTNNGGNNNNN 

TNNWWTNGNNNNNTTNCCCNN^ 
NNNNGGNNNNNGGGN {(SEQ ID NO:74)} 

Genbank ID: G10262 

Description: human STS CHLC.GATA117C05.P34272 clone GATA1 17C05. 



GATA-P6051: 

Database ID: GATA-P6051 (Also known as CHLC.GATA3E08, CHLC.GATA3E08.P6051) 
Source: CHLC: genetically mapped polymorphic tetranucleotide repeats 
Chromosome: Chrl8 



Primers: 

Left = GCAACAACCCTAATGAGTATACG {(SEQ ID NO:75)} 

Right = GAGTCTCACCAGGGCTTACA {(SEQ ID NO:76)} 

Product Length = 149 

Review complete sequence: 
AAAGCTGTCTCCTTTTGTAAAGTGTGCTCAGAGGAATCTTTTTCAGTAAATAAAGTC 

TGCACCCAGACATCTCACTTTGTATACCACGGAGAATTTACCATGACTCTTCTCAGT 
GATAAACGTCAATATAGAATAATCAGGAGAAAAAGAGAAATCCAGTAAAGAAATA 
A (TTrTGT A G A A AGC AACAACCCT A ATGAGTATACG ATATCTATCTATCT ATCTATCT 
ATCTATCTATCTATCTATCTATCTATGNATCTATCTATCTAACATTATATAAAATATA 
TATTT r,rTr ' r Tfyr A TTGGGGr.r,r.TGTG TGTAAGCCCTGGTGAGACTC AAAAATTTGA 
NTATTCCTNTTTNT {(SEQ IDNO:77)} 

Genbank ID: G09104 

Description: human STS CHLC. GAT A3E08.P605 1 clone GATA3E08. 
D18S875: 

Database ID: GATA-D18S875 (Also known as G08001, CHLC.GATA52H04, D18S875) 
Source: CHLC: genetically mapped polymorphic tetranucleotide repeats 
Chromosome: Chrl8 
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Primers: 

Left = TCCTCTCATCTCGGATATGG {(SEQ ID NO:78)} 

Right = AAGGCTTTCAGACTTACACTGG {(SEQ ID NO:79)} 

Product Length = 394 

Review complete sequence: 
TTATTTATTCACTCATTCAATAAATATTTATGAATTTCCTTTAATGGCNANGAAAGTA 

TGTTTOOT A n T r - A A T A Tfir.Tr, a nr. a a n a ttttcctctC ATCTCGGATATGGAAAGAT 

CTTGGAAATCATTATACNTCATACTTACAATANGAAAGAAGCTGAGCAATTTGAAA 

ATCAACAATTTCTTTTGTACNTGTCAGAAAAGTGAAGATATATTAATCAGGGTTCTT 

CAGAGAAACATAACCAATAGGNCACAGNTCTATATGNCCNCNTTTATCTATCTATCT 

ATCTATCTATCNCTATCTATCNCANACCNGGNGAANTNATNTTTGNGAGATTNATGC 

AAGNCTGAGAAANACCNAAGAANCTGCTCCCTGTNAAACTNGAGATNCAAGAANCT 

GAANAGTATAGNTCCAGTCCNAAGTCTANAGACCTTAGAATTAGGAAAACTGATAC 

TAT A A AT ACCAGTGTAAGTCTGAAAGCCTTA AANACCANATAGTGCCATTGAAAGG 

GCAGAAGACTGATGTCCCAGTTCAAGCAGGCAAAGTTAGAGAAGCCTTATTTTCTGC 

AACATTGTTCTATTCAGACCCTTNANANGATTGACNATGTCCACCCA {(SEQ ID 

NO:80)} 

Genbank ID: G08001 

Description: human STS CHLC.GATA52H04.P16177 clone GATA52H04. 
Search for GDB entry 

WI-2620: 

Database ID: MR1436 (Also known as G03602, D18S890, HHAal2h3, 2620) 
Source: WICGR: Random genome wide STSs 
Chromosome: Chrl8 

Primers: 

Left = TCTCCAAGCTATTGATTGGATAA {(SEQ ID NO:81)} 

Right = TTAAGAGCCAATTTATATAAAAGCAGC {(SEQ ID NO:82)} 

Product Length = 177 

Review complete sequence: 
CCCCTTTTGCCAACGCCATGCTTCACGTAGGGAGCCTGACATGCAGAAAACTCTCCA 

AGCTATTGATTGGATAA AGAGCCAGAGCTGACTGAATTCCATTCTTCTTGAGCCTCT 

CATTCTGTGTTTCTCGAATTTTTACCAAAGCATCTTGACACACAAATATCTGACTCAA 

GOAAA A ^ a a A A AC A ArTGrTTTTTCTCCA GCTGCTTTTA TATA AATTGGCTCTTAA 

ACTTTCTAAGTTTATTATGGATA {(SEQ ID NO:83)} 

Genbank ID: G03602 

Description: WICGR: Random genome wide STSs 
Search for GDB entry 



WI-4211: 
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Database ID: MR6638 (Also known as G03617, D18S980, 421 1) 
Source: WICGR: Random genome wide STSs 
Chromosome: Chrl8 



Primers: 

Left = ATGCTTCAGGATGACGTAATACA {(SEQ ID NO:84)} 

Right = AAATTCTCGCTGATTGGAGG {(SEQ ID NO:85)} 

Product Length =113 

Review complete sequence: 
CTAGTACCATAATCCCTTTTGGAATAAACCATCCCACCTTTAGTCAGANCAGATGCT 

TC. A GG ATGACGT AATAC A TAAT AAGCCTACTC AGTTCT ACTCTGGCTTTGTATGTCTT 
CAAAOTC* A t a ttttttta AGTATTACTTGTC CCTCCAATC AGCGAGAATTT If SEQ ID 
NO:86)} 

Genbank ID: G03617 

Description: WICGR: Random genome wide STSs 
Search for GDB entry 

D18S876: 

Database ID: GATA-D18S876 (Also known as G09963, CHLC . G ATA6 1 E 1 0, D18S876) 
Source: CHLC: genetically mapped polymorphic tetranucleotide repeats 
Chromosome: Chrl8 

Primers: 

Left = TCAAACTTATAACTGCAGAGAACG {(SEQ ID NO:87)} 

Right = ATGGTAAACCCTCCCCATTA {(SEQ ID NO:88)} 

Product Length =171 

Review complete sequence: 
a AriAPTrtr A ATTACATTTGCA TCAAACTTATAACTGCAGAGAACG TTGCCCACTATT 

TTATACCACACAACAGTATTCTTAGCCAGATTACATCTATCTATCTATCTATCTATCT 

ATCTATCTATCTATCTATCTATCTATCATCTATCTAGCTAGCTATCTATCTATAGAAC 

TAATGGGGAGGGTTTACCAT GTTTGGGTGAACCCAAACATTTTATGGNCAAGGGNTT 

GGAAAATTACCCTTATCTACAACTNTTNAACTTGTTTTGGTAGGNGTGNTAATTCCN 

TGGGNTTGGAANAACTTTTGNAATTTCCTCNTTGTTTNTNATTNNNNATTNNTNNNC 

ATTATTNTGGGGTNTTCNGGGTGGAGGGCTNANTTTGGCCNCCCGGGTCCNNGGNG 

CNAGTNGGNNNGGNTNNTNGGGTTTNCTTGGGAANCNTNCCNCCTNCNGGGGNTTC 

ANGGGNTTTTTNTTTNNTTG {(SEQ IDNO:89)} 
Genbank ID: G09963 

Description: human STS CHLC.GATA61E10.P17745 clone GATA61E10. 
Search for GDB entry 

GCT3G01: 



631568.1 



' U.S.S.N.: 09/581,500 - 44 - Art Unit: 1634 

Database ID: GCT-P10825 (Also known as G09484, CHLC.GCT3G01, 
CHLC.GCT3G01.P10825) 

Source: CHLC: genetically mapped polymorphic tetranucleotide repeats 
Chromosome: Chrl8 

Primers: 

Left = CTTTGCAATCTTAGTTAATTGGC {(SEQ ID NO:90)} 

Right = GAACTATGATATGGAGTAACAGCG {(SEQ ID NO:23)} 

Product Length = 128 

Review complete sequence: 
a a A TCrTTT A Af.TTTGCA ATCTTAGTTAATTGGC AGAAATGAAATTTAGTTTCCACAA 
CTTTTATTCGATATTAAAACACCACCACCATCAGCAGCAGCAGCAGCAGCAGCAGC 
AT CGCTGTTACTCCATATCATAGTTC AGAGCATTTAAAGNGGTCAAAATATACAACT 
AGGCTGACACCNGNATAAGGTTTAATTTTAAACCNGNGGTCTNCCCTCTAAGGNGG 
NTTTTTTTTTCTTGNCNTGGCTTCTTTTTCCNTTTGCTTTTGTAAAATATCAAGGNATT 
TTTGGGTTNTTCNTGGNANTTNNCNNANTNNTNNTTONNCNCNCCCCCCNTTTGNGG 
CGGGGGTCCCCNNNTTGCCCCGGGGTTGNGTGCAGTAGGGGGGTCNCGGGTNNNGN 

AAGTTTNGGGGCCCT {(SEQ ID NO:91)} 
Genbank ID: G09484 

Description: human STS CHLC.GCT3G01.P10825 clone GCT3G01. 



WI-528: 

Database ID: MH232 (Also known as G03589, 528, D18S828) 
Source: WICGR: Random genome wide STSs 
Chromosome: Chrl8 

Primers: 

Left = TTCTGCCTTTCCTGACTGTC {(SEQ ID NO:92)} 
Right = TGTTTCCCATGTCTTGATGA {(SEQ ID NO:93)} 
Product Length = 211 

Review complete sequence: 
^T^ta AnrA a ATTrTGr.Tr.AGCC TTCTGCCTTTCCTGACTGTC TTGTTGGCCCTTCC 
CACTTTAAGGATGCCTGTTTAAGTAGCCACCTCTAATTAGGAATCTTCCCTTGTTCTT 
TCTCAGGAGGCTTAGACACTGTCAGTTTCCTGAAGACAGAAAATAAGCCTGCATTAT 
CCTAGTAGTGGATTCAAAACTAATTGTGTCCTGAGTCTTTCAATCATCAAGACATGG 

GAAACA CTCAACAG {(SEQ ID NO:94)} 
Genbank ID: G03589 

Description: WICGR: Random genome wide STSs 
Search for GDB entry 

25. WI-1783: 
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Database ID: MR432 (Also known as G03587, _shu_31.Seq, 1783, D18S824) 
Source: WICGR: Random genome wide STSs 
Chromosome: Chrl8 

Primers: 

Left = CCAGTAATTAGACATTGACAGGTTC {(SEQ ID NO:95)} 

Right = TTTTACTAGACAGGCTTGATAAACAA {(SEQ ID NO:96)} 

Product Length = 305 

Review complete sequence: 
CCAGTAATTAGACATTGACAGGTTCCATACTAGTAATGTAGGGAATAGGGCTGCTGC 

TTTTTGGGTTTCCTTGAGTATACTTTGTGCTGCATAAATATGGCAATGGATAGTAAAT 

AATTTGTATGCAGACCTTTAGTGTCGATTAACCTGTGAATAAGGGAACAACAATCAA 

GGACAAAAATCAAAAGACTAATTCTCTATACATTTTGAGCTTTTGTAAAAAAGTAAG 

ATTAGCTGAATATATCTGAAAAATTTCTAATCTCCTTTACAATTTTTTAAAITGTTTA 

TCAAGCCTGTCTAGTAAAAA TAATTCAGTTTCGGAATGTGG {(SEQ ID NO:97)} 

Genbank ID: G03587 

Description: WICGR: Random genome wide STSs 
Search for GDB entry 



D18S477: 

Database ID: AFM301XF5 (Also known as 301xf5, Z24212, D18S477) 
Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
Chromosome: Chrl8 

Primers: 

Left = GGACATCCTTGATTTGCTCATAA {(SEQ ID NO:98)} 

Right = GATTGACTGAAAACAGGCACAT {(SEQ ID NO:99)} 

Product Length = 243 

Review complete sequence: 
GGACATCCTTGATTTGCTCATAA TACACTCATTCCTTTCACCATTGAGTGTGCACATA 

TTTCTCTGATTGGAAAGAACTACAGAGGAGGTTTTACNTTTTACTTTCCAGTTTGCTA 

TTAAAGAGAGAAAACTAACAGAGNGAAATCAAGCAACTCAAAACAACCTTACACAC 

ACACACACACACACACACTCACAAAGATATTTTGTTCACCATATGTATTGATGTGCC 

TGTTTTCAGTCAATC CACAGGAAGGGCTAAGGAGAGTGACATCTGGGCTACATTAA 

AAGG AC AGTC AC ATTGCTC AAAGNACTC AAGTTTAGCCCGAGT AC AGTAGCT { (SEQ 

ID NO: 100)} 
Genbank ID: Z24212 

Description: H. sapiens (D18S477) DNA segment containing (CA) repeat; clone 
Search for GDB entry 



D18S979: 
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Database ID: GATA-P28080 (Also known as G08015, CHLC.GATA92C08, 
CHLC.GATA92C08.P28080) 

Source: CHLC: genetically mapped polymorphic tetranucleotide repeats 
Chromosome: Chrl8 

Primers: 

Left = AGCTTGCAGATAGCCTGCTA {(SEQ ID NO:101)} 

Right = TACGGTAGGTAGGTAGATAGATTCG {(SEQ ID NO: 102)} 

Product Length =155 

Review complete sequence: 
CTCTACAGTCTCTNACCTTTGGACTCCAGGACTTTCACCAGCACCCTCAACATTCCCA 

CTGGGTTCTCAGGACTTTATAGTTGTACTGAGCCATGCCACTGGATCCTAGGGTCTC 
C AGCTTGCAGATAGCCTGCTAT GGGACTTAATCTTTGTAATAAGGTGAGTCAATTCT 
GCCAATAAACCTACTTTCATCTCTATCTATCTATCTATCTATCTATCTATCTATCTATA 
tpt A Tf A TPT A TCT AT CG A ATCTATCTACCTACCTACCGTA TTAGTTCTGTCTCTCTGG 
AGN {(SEQ ID NO: 103)} 

GenbankID: G080 15 

Description: human STS CHLC.GATA92C08.P28080 clone GATA92C08. 
WI-9340: 

Database ID: UTR-05134 (Also known as G06102, D18S1034, 9340, X60221) 
Source: WICGR: Primers derived from Genbank sequences 
Chromosome: Chrl8 

Primers: 

Left = TGAGAGAACGAAATCTCTATCGG {(SEQ ID NO: 104)} 

Right = AGGCAGCAAGTTTTTATAAAGGC {(SEQ ID NO:105)} 

Product Length =115 

Review complete sequence: 
ATGTATCTATCCCAATTGAGTCAGCTAGAAACAGTTGACTGACTAAATGGAAACTAG 

TCTATTTGACAAAGTCTTTCTGTGTTGGTGTCTACTGAAGTTATAGTTTACCCTTCCT 

M a a atp.a a a A OTTTOTTTC A T A T A G TG AG AGAACGAAATCTCTATCGG CC AGTCA 

GATGTTTCTCATCCTTCTTGCTCTGCCTTTGAGTTGTTCCGTGATCATTCTGAATAAG 

r. A TTT GCCTTTATA AA AACTTGCTGCCT G ACTAAAG ATTA AC AGGTT AT AGTTT AAA 

TTTGTAATTAATTCTACCATCTTGCAATAAAGTGACAATTGAATG {(SEQ ID NO: 106)} 

GenbankID: G06102 

Description: WICGR: Random genome wide STSs 
Search for GDB entry 



D18S466: 

Database ID: AFM094YE5 (Also known as 094ye5, Z23354, D18S466) 
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Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
Chromosome: Chrl8 

Primers: 

Left = ACACTGTAGCAGAGGCTTGACC {(SEQ ID NO: 107)} 

Right = AGGCCAAGTTATGTGCCACC {(SEQ ID NO: 108)} 

Product Length = 214 

Review complete sequence: 
aaa t £a r. a r.tttaag g flgpt aacactgtagcagaggcttgacc accacccagttctcactagcactgaggatgctctattggttgggttaccc 

acacacgcatagacatgcacacacacagacacacagacacacacacacacacacacacaccagatatagcattccaaaccatcaatatgc 

tstar aa t a rtar. a ttaar.a gg tcatgc^ 

acttacttggcttctgagttttcctcagaagtaatacttcaatacctcttccatttctgccttgancattgtttggggtaccaagtatagct {(SEQ 
ID NO: 109)} 

Genbank ID: Z23354 

Description: H. sapiens (D18S466) DNA segment containing (CA) repeat; clone 
Search for GDB entry 



D18S1092: 

Database ID: AFMA1 12WE9 (Also known as D18S1092, w5374, al 12we9) 
Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
Chromosome: Chrl8 

Primers: 

Left = CTCTCAAAGTAAGAGCGATGTTGTA {(SEQ ID NO:l 10)} 

Right = CCGAAGTAGAAAATCTTGGCA {(SEQ ID NO:l 1 1)} 

Product Length = 163 

Review complete sequence: 
a gctctcaaagtaagagcgatgttgta actgactgagttg^gtgaanttttgnttttggagtcagtggagcatgttattagatgtaaatttaaac 

ccagacttgaatatagattgtctttctgntttatcatagacaatctcataataanttaggcataataaggtaatgaggnttttctgggcttcttttcat 
catccctgcaatttgagtctcntttatagntgaantcttctctgtaataacntcttgttttagct {(SEQ ID NO: 1 12)} 

Search for GDB entry 
D18S61: 

Database ID: AFM193YF8 (Also known as 193yf8, Z16834, D18S61) 
Source: J Weissenbach, Genethon: genetically mapped polymorphic STSs 
Chromosome: Chrl8 

Primers: 

Left = ATTTCTAAGAGGACTCCCAAACT {(SEQ ID NO:l 13)} 
Right = ATATTTTGAAACTCAGGAGCAT {(SEQ ID NO:l 14)} 
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Product Length = 174 

Review complete sequence: 

CGTCTTACCAAACCAACATAATATAGCAATGGNAACCAAAAATTTCTAAGAG 

GACTCCCAAACT ACATTCTTCTNCCTGAATTAAATACAGGCATTCAANANAAACANA 

CACACACACACACACACACACACACACACACACACACGCACACCCTTCAAATCNTA 

GCATA.AATTrrMrTTATATAAAr.ATAACC ATGCTCCTGAGTTTCAAAATAT TGGGTG 

GTTCGAAGTTCGAAGCAACAAATTTCCAGTTAGTGTCTATTANTTGTTGGACAGCT 

{(SEQIDNO:115)} 
GenbankID:Z16834 

Description: H. sapiens (D18S61) DNA segment containing (CA) repeat; clone 
Search for GDB entry 

Markers (STRs) used in refining the candidate region. 

Below the markers are shown that were used in family MAD31 to refine the candidate region. 
Most of these markers are already described above and will therefore only be mentioned to by 
their name. For the additional markers, the information is given here. 

Data was already shown for: D18S68, D18S55, D18S969, D18S1 113, D18S483, D18S465, 
D18S876, D18S477, D18S979, D18S466 and D18S61. 

New data: 



D18S51: 

Other names: UT574, (D18S379) 
Primer sequences: 

UT574a GAGCCATGTTCATGCCACTG {(SEQ ID NO:l 16)} 

UT574b CAAACCCGACTACCAGCAAC {(SEQ ID NO: 117)} 



DNA-sequence: 

AATTGAGCNCAGGAGTTTAAGACCAGCCTGGGTAACACAGTGAGACCCCTGT 
CTCTACAAAAAAATACAAAAATNAGTTGGGCATGGTGGCACGTGCCTGTAGTCTCA 
GCTACTTGCAGGGCTGAGGCAGGAGGAGTTCTTGAGCCCAGAAGGTTAAGGCTGCA 
GT GAGCCATGTTCATGCCACTG CACTTCACTCTGAGTGACAAATTGAGACCTTGTCT 
CAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAAAGAANGAAAGAAAGAAA 
GTAAGAAAAAGAGAGGGAAAGAAAGAGAAANAGNAAANAAATAGTAGCAACTGTT 
ATTGTAAGACATCTCCACACACCAGAGAAGTTAATTTTAATTTTAACATGTTAAGAA 
CAGAGAGAAGCCAACATGTCCACCTTAGGCTGACGGTTTGTTTATTTGTGTTGTTGC 
TGGTAGTCGGGTTTGT TATTTTTAAAGTAGCTTATCCAATACTTCATTAACAATTTCA 
GTAAGTTATTTCATCTTTCAACATAAATACGNACAAGGATTTCTTCTGGTCAAGACC 
AAACTAATATTAGTCCATAGTAGGAGCTAATACTATCACATTTACTAAGTATTCTAT 
TTGCAATTTGACTGTAGCCCATAGCCTTTTGTCGGCTAAAGTGAGCTTAATGCTGATC 

GACTCTAGAG {(SEQ ID NO: 118)} 
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GENBANK ID: L18333 
D18S346. 

Other name: UT575 
Primer Pairs: 

Primer A: TGGAGGTTGCAATGAGCTG {(SEQ ID NO:l 19)} 
Primer B: CATGCACACCTAATTGGCG {(SEQ ID NO: 120)} 



DNA sequence: 

ACGAGGACAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAACCCCGTTTNTACTA 
AAANTACAAAANTTGGTCGGGAGGCTGGGGCAGGNGACATGCTTGACCCCAGGAGG 
TGGAGGTTGCAATGAGCTG AGATTGCACCACTGCACTNCAGCNTGG. {(SEQ ID 
NO-121)} AAGAAAGAGAAAGGANAGNNAGGNAGNNANNAAACTACATNTGAAGT 
CAACACTAGTATTGGTGGGAGAGGAATTTTATGCTGCATTCCCCNACAACCACTAGA 
T ACGCCAATTAGGTGTGCATG GTCCATGCTAT {(SEQ ID NO: 122)} 

GenBank ID: L26588 



D18S817. 

Other name: UT6365 
Primer Pairs: 

Primer A: GCAAAGCAGAAGTGAGCATG {(SEQ ID NO: 123)} 
Primer B: TAGGACTACAGGCGTGTGC {(SEQ ID NO: 124)} 



DNA Sequence: 

CATATGGGTCCACAAGCAACCTCAGTCCTTGTCTCTTCAGAAGAAAGAATTCTACTG 
AGGGNCAT A A r^r a a A a r T r T A GAGA r.f.T A GGC A AGTT GC A A AGC A G A AGTG AGC AT 
GTATTAAAAAGCTTTAGAACAGTAAGGAAAGGAAGAAAAGAAAAGAAGGAAAGTT 
CAACTTGGAAGAGGGCCAAGCCGGCAACTTGGCAGAAGGATTGCTTGAGCCCAGGA 
GTTAAGACCAGTCTGGGCAATATAGTGAGACTCCATCTCTGCATACATACATACATA 
CATACATACATACATACATACATACATATTGCAGGGTATGATGGCACACGCCTGTAG 
TCCTA GCTACTCTGGAGGTTGAGATGGGAGGGTCACTGAGCCTGGGAANTTGAGGC 
TGCNNTGAGCCATGATC {(SEQ ID NO: 125)} 

GenBank ID: L30552 
Characterisation of YACs. 
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8 YACs were selected covering the candidate region and flanking the gap. These YACs were 
further characterised by determining the end-sequences by the Inverse-PCR protocol. 
Selected YACs: 961_h_9, 942_c_3, 766JJ2, 731_c_7, 907_e_l, 752_g_8, 717_d_3, 745_d_2 

New STSs based on end-sequences (unless indicated otherwise, the STSs were tested on a 
monochromosomal mapping pannel for identifying chimaerism of the YAC; if the STS revealed 
a hit not on chromosome 18q -chimaeric YAC- then it is indicated in the text below): 



SV32L. 

Derived from YAC 745_d_2 left arm end-sequence. 

Primer A: GTTATTACAATGTCACCCTCATT {(SEQ ID NO: 126)} 
Primer B: ACATCTGTAAGAGCTTCACAAACA {(SEQ IDNO:127)} 

DNA-sequence: 

ATTCCTTN GTTATTACAATGTCACCCTCATT TAAAAAGTGGAAAGATAAAGAGGAAG 
p^xrrA tttttttt rTTTTTTTr.TG A T A GC A CT TGTTTGTG A AGCTCTT AC AGATGT T 
CTTAAGTAAAATCAACTCCTCCATTTTTTTTGTAGCAACTACACATATTTATCAATAA 
TAGTTCACAAATACATTTTCAAATT {(SEQ ID NO: 128)} 

Amplified sequence length: 107 basepairs (bp) 

This STS has no clear hit on the monochromosomal mapping pannel. 



SV32R. 

Derived from YAC 745_d_2 right arm end-sequence. 

Primer A: ACGTTTCTCAATTGTTTAGTC {(SEQ ID NO: 129)} 
Primer B: TGTCTTGGCATTATTTTTAC {(SEQ ID NO: 130)} 

DNA sequence: 

AGACAATGGGAGAAATTGCACTGCCCTGAGTCAGAAATCAGATCTGTTGCCATACA 
Qrjnrr rtTT a TfTTG A TP. A TTTGC A AGTC A ACGTTTCTC A ATTGTTT AGTC ATTTGTA A 
GACAAAAAGACTGGTTGGATTTCAGAGAATTTGGAATCCTCCTTCAGGTTTAACAAG 
r a ata a A Td ATA rTPTTr. A GT GT A A A A ATAATGCC AAGACA TNATTTGACTTTAAAT 
TAAATCCAAACAAGATATC {(SEQ IDNO:131)} 

Amplified sequence length: 127 bp 

This STS has no clear hit on the monochromosomal mapping pannel. 
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SV11L. 

Derived from YAC 766_f_12 left arm end-sequence. 

Primer A: CTATGCTCTGATCTTTGTTACTTT {(SEQ ID NO: 132)} 
Primer B: ATTAACGGGAAAGAATGGTAT {(SEQ ID NO: 133)} 

DNA sequence: 

r.TrTTTATTTr.ATATA ACTATGCTCTGATCTTTGTTACTTT CTCCTTTTAACTCAGTTT 
AAGCTTTATTCTTATTTTCCAGCTGCTGAAGGTATATAGTTAGGTTGTTTATTGGATA 
CCATTCTTTCCCGTTAAT GTCAGTGGTTACTGCTATCAATGTAGCAGTTA {(SEQ ID 

NO:l)} 

Amplified sequence length: 1 18 bp 

This STS has a hit with chromosome 18 and must ba located between CHLC.GATA-p605 1 and 
D18S968. 



SV11R. 

Derived from YAC 766_f_12 right arm end-sequence. 

Primer A: AAGGTATATTATTTGTGTCG {(SEQ ID NO:134)} 
Primer B: AAACTTTTCTTAACCTCATA {(SEQ ID NO:135)} 

DNA sequence: 

A T A A GGT AT ATTATTTGTGTCGT GAGTTAAGAAATC ATTA ATAACTATTTTCAGAAT 
GACAAATGTCATT A t a tgttgta AAA A AG ATA A ATACGTGA AAT TATGAGGTTAAG 
AAAAGTTT A {(SEQ ID NO:2)} 

Amplified sequence length: 1 19 bp. 

This STS has a hit with chromosome 1 8 and must be located between Dl 8S876 and GCT3G01 . 



SV34L. 

Derived from YAC 717_d_3 left arm end-sequence. 

Primer A: TCTACACATATGGGAAAGCAGGAA {(SEQ IDNO:136)} 
Primer B: GCTGGTGGTTTTGGAGGTAGG {(SEQ ID NO: 137)} 
DNA sequence: 
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A.CATAAA tST^rnrrrAA a a aca ATTATGTGTG TCTACACATATGGGAAAGCAGGA 
AACAAATTTGTTTACAACATACATTACTTTTGTTTTTTAGGCAAGATAAAATNTCCTA 
CCTCCAAAACCACCAGC ACNGTCCGCAATAACTATACATC {(SEQ ID NO:3)} 

Amplified sequence length: 98 bp 
This STS has a hit with chromosome 18. 



SV34R. 

Derived from YAC 717_d_3 right arm end-sequence. 

Primer A: ATAAGAGACCAGAATGTGATA {(SEQ ID NO:138)} 
Primer B: TCTTTGGAGGAGGGTAGTC {(SEQ ID NO: 139)} 



DNA-sequence: 

^ta TP a ttpttp A CCC A CGTT AT AC ATAAGAGACCAGAATGTGATA TTGTCATCTC 

ACATGGAAAAATCTGCTGTGATCAGTTCCTGAAGCTTGCTGTGATCCTCCCTTAGGA 

AAGTAGAAAAATCTTTTTGAAACACTTTATTCTACAATCAATGAAAATTAGGTGAAG 

CTACAGAAGCCAGAAATTACTCTAAGATTAGACAATTATTTAAGANGACCAATTGTC 

TTT ppTPTTPTTrTr T AAGGGTrT GAr.TACCCTCCTCCAAAGA ATTCACTGGCCGTCGT 

TTTACAACGTCNTGA {(SEQ ID NO:4)} 
Amplified sequence length: 244 bp 

This STS has a hit with chromosome 1, therefore YAC 717_d_3 is chimaeric 



SV25L. 

Derived from YAC 731_c_7 left arm end-sequence. 

Primer A: AAATCTCTTAAGCTCATGCTAGTG {(SEQ ID NO: 140)} 
Primer B: CCTGCCTACCAGCCTGTC {(SEQ ID NO:141)} 



DNA sequence: 

AGTGGAGAGAT A G \ A A^papga AGATTTTTTTTTTTA AATCTCTTAAGCTCATGCT 
AGTG TAGGTGCTGGCAGGTCTGAACACTCTGTAGGACAGGCTGGTAGGCAGGAA 

{(SEQ ID NO: 142)} 

Amplified sequence length: 72 bp 
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This STS has no clear hits on the monochromosomal mapping pannel. 
SV25R. 

Derived from YAC 731_c_7 right arm end-sequence. 

Primer A: TGGGGTGC GCTGTGTTGT {(SEQ ID NO: 143)} 

Primer B: GAGATTTCATGCATTCCTGTAAGA {(SEQ ID NO: 144)} 

DNA-sequence: 

qq a naaTnTrKiTr A r AM A A (rTC TGGGGTGCGCTGTGTTGT TC ATTGTAAAAACCCTT 
TGGANCATCTGGGAATGTGCTGCCCCACATGTCCAGGTAACGTTCTCAGGAAGGGG 
Annrrnn\ a ATr.TrTGTGTGT TCTTACAGGAATGCATGAAATCTC CCANCCCCTCTT 
GTTGGAAATTTCCCTCACTTT {(SEQ ID NO:5)} 

Amplified sequence length: 136 bp 

This STS has a hit with chromosome 7; therefore YAC 73 l_c_7 is chimaeric 
SV31L. 

Derived from YAC 752_g_8 left arm end-sequence. 

Primer A: GAGGCACAGCTTACCAGTTCA {(SEQ ID NO: 145)} 
Primer B: ATTCATTTTCTCATTTTATCC {(SEQ ID NO:146)} 

DNA-sequence: 

CTTCTCNATGANT^ ap A a a TGTP A TTGGGTC AGC AT GAGGC ACA GCTTACC AGTTC 
AGATTCCAGTAGCTGAGGAACAAATCTTAACTCCAAAAATAAGTAATTGCGTCACTT 
TGGAGGAATTATTTGACCTTTTCATAACTTTGACATCACAACAATGAGGGTGAAGTT 
Ar.TA a a ata A ATPr A TT A TT ATG A GG ATAAAATGAGAAAATGAAT TNAGTGCTTAAG 
ACAATGCTTGGTAACTAGTTAANCCG {(SEQ ID NO:6)} 

Amplified sequence length: 178 bp 

This STS has a hit with chromosome 1 8 and must be located between Dl 8S876 and GCT3G01 . 
SV31R. 

Derived from YAC 752_g_8 right arm end-sequence. 
Primer A: CAAGATTATGCCTCAACT {(SEQ ID NO: 147)} 
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Primer B: TAAGCTCATAATCTCTGGA {(SEQ ID NO:148)} 



DNA sequence: 

AAACTTTAACCAATTTAAACTCCCTAACAGTTCTATAAAATAAGCAAGATTATGCCT 
CAACT TTATGGATAAAGAAATGGAGGCATTAAGAGATAACTAACTTGCCCAAGGCC 
ACACAAGTGACTGAGTAAGAATTGCAAAGCCAATGAGTCTGGCTCCAGAGATTATG 
AGCTTAATCACCACACTGTGCCACCTCCTGTGTTTCCTGG {(SEQ IDNO:149)} 



Amplified sequence length: 131 bp 

This STS has no clear hits on the monochromosomal mapping pannel and gives no information 
concerning the chimaerity of the YAC. 

SV10L. 

Derived from YAC 942_c_3 left arm end-sequence. 

Primer A: TCACTTGGTTGGTTAACATTACT {(SEQ ID NO: 150)} 
Primer B: TAGAAAAACAGTTGCATTTGATAT {(SEQ IDNO:151)} 



DNA-sequence: 

rKTTKTTT Tr A r.TTGGTTGGTTA AC ATTACT TCTAAGTTTTTTATTGTTTTTTATGCTATT 
GCTAATGGGATTGCTTTCTTAATTTATTTTTTCCAATAGCTTGTTGTTAGTTTATATCA 
AATGCAACTGTTTTTCTA TGCAAATTATGTTTCCT {(SEQ ID NO:7)} 

Amplified sequence length: 130 bp 

This STS has a hit with chromosome 18 and must be located between CHLC.GATA-p6051 and 
D18S968 

SV10R. 

Derived from YAC 942_c_3 right arm end-sequence. 

Primer A: AACCCAAGGGAGCACAACTG {(SEQ ID NO: 152)} 
Primer B: GGCAATAGGCTTTCCAACAT {(SEQ ID NO: 153)} 



DNA sequence: 

TTGGTGGTGCCCTAGGTTTGGCAATTATAAATAAAGCTGCTACAAACATTCATGTGC 
AGGTCTCCGTGTGGACATAATTTTCCAGTTCATTTGGGTAAAACCCAAGGGAGCACA 
ACTGTTGGATCCTATNATAAAAATATNTCTCGTTTCATTTAAAAAACCTGGGAAACT 
ATCTNCCCACAGTGGCTGTCCCTTTTTGTATCCCCACCAACAATGTTGGAAAGCCTAT 

TGCC ANCAT {(SEQ ID NO:8)} 
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Amplified sequence length: 135 bp 

This STS has a hit with chromosome 18 and must be located between D18S876 and GCT3G01 



SV6L. 

Derived from YAC 961_h_9 left arm end-sequence. 

No primer was made, because this sequence is identical to a known STR marker Dl 8S42, which 
is indeed mapped to this region. 

Primer A: 
Primer B: 

DNA sequence: 

CATGNCTCACAGTGTTCTGAGGCTGCTCTGGACATGCAATCTTGCATGCTTTTGTCAT 

GACAGGTCTTAAANAGTTTATCAGCTTNCTCAAATAGCTGAATGACANAACACTGG 

ATTTTTGTTCAAATANCCTATCAACTTGGCNTCTGTGTTGCGGTTGTCACTTGGTAAC 

AAAATAAGTC {(SEQ ID NO:9)} 
Amplified sequence length: 

SV6L recognises D18S42 which must be therefore located between WI-7336 and WI-8145 
SV6R. 

Derived from YAC 961_h_9 right arm end-sequence. 

Primer A: TTGTGGAATGGCTAAGT {(SEQ ID NO:154)} 
Primer B: GAAAGTATCAAGGCAGTG {(SEQ ID NO: 155)} 

DNA sequence: 

TAATTGACAAATAAAAATTGTATATTTTNCATATTTAACATGTTATGCTAACATATAT 
ATGfi ATTGTGGAATGGCTAAGT CAGAAATTCTTTTACATTCATATTTCCATATTATTT 
ACTTTNNGCTTTAAAAAATATGTAAATGANAATACTTATTTTTTTCAGTGTCA£TGCC 
TTGATACTTTC ACATTTNNGTTACATATTATTTCCCTTNCATCTAACAAATATATATT 

GAGTTTCTATAATGTGTCTGACACTGA {(SEQ ID NO: 10)} 
Amplified sequence length: 122 bp 
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SV6R amplifies a segment on chromosome 18. This segment must be located between WI-2620 
andWI-4211 

SV26L. 

Derived from YAC 907_e_l left arm end-sequence. 

Primer A: TATTTGGTTTGTTTGCTGAGGT {(SEQ ID NO: 156)} 
Primer B: CAAGAAGGATGGATACAAACAAG {(SEQ ID NO: 157)} 

DNA sequence: 

T rwrr a rranTnrr TT ATTTGGTTTGTTTGCTGAGGT CATATTTCCTGTGGCCTTCAT 
GCTTGATTTGTTGGAGTCTAGCCATGTAAAANTCTGTTGGAGTCTAGGCATTTAAAA 
AATAGGTATTTATTOTAATrTTTGr.r.ATTTG CTTGTTTGTAT CCATCCTTCTTGGGAA 

GGCTTTACAGGCATTCAAAAGG {(SEQ ID NO: 11)} 
Amplified sequence length: 154 bp 

This STS has a hit with chromosome 13; therefore YAC 907_e_l is chimaeric. 
SV26R. 

Derived from YAC 907_e_l right arm end-sequence. 

Primer A: CGCTATGCATGGATTTA {(SEQ ID NO: 158)} 
Primer B: GCTGAATTTAGGATGTAA {(SEQ ID NO: 159)} 

DNA sequence: 

CGCTATGCATGGATTTAA ACTGAGTGTAGTGCACTCACTATGTTGCAGTCTCTTATTC 
t a nmrrrTA AT AT TT AC ATCCTAAATTCAGC T {(SEQ ID NO: 160)} 

Amplified sequence length: 90 bp 

no clear hits on monochromosomal mapping pannel: no information concerning chaemerity at 
this side of the YAC 

Page 64, line 5 through line 19: 

A 4.5kb ECORI/Sall fragment of pBLC8.1 (Lewis et al, 1992) carrying a lysine-2 and a 
telomere sequence was directionally cloned into GEM3zf(-) digested with ECORI/Sall. 
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Subsequently, an End Rescue Site was ligated into the EcoRI site. Hereto, two oligonucleotides 
(strand 1: 5 ' -TTCGG ATCCGGT ACCATCGAT-3 ' {(SEQ ID NO:161)} AND STRAND 2: 
3 ' GCCTAGGCCATGGTAGCTATT-5 ' {(SEQ ID NO: 162)} were ligated into a partial (dATP) 
filled ECORI site, generating the vector pDFl . Triplet repeat containing fragmentation vectors 
were constructed by cloning of a 21bp and a 30bp CAG/CTG adapter into the Klenow-filled PstI 
site of pDFl . [Trasformation] Transformation and selection resulted in a (CAG) 7 and a (CTG)io 
fractionation vector with the orientation of the repeat sequence 5' to 3' relative to the telomere. 
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